Detected features

3000

2500

2000

1500

1000

500

Smyd3KO_BR3

Non abundant biotype detection saturation

=snRNA
« pseudogene - =
Aantisense -
* miRNA o
lincRNA »
* SnoRNA
misc_RNA v
processed_transcript _¢
Esense_intronic -
* IRNA -

_ Apolymorphic_pseudpg&\e
-

+non_coding, .-
= sense_oveflapping
3prim9_ 6verlapping_ncrna

AIG _';_gene

*IG_J_gene

= |G_D_gene

< 1G_V_gene

A ncrna_host

|
|

1
)

!
0

gimn
e

ane
am
ami

i
LULN

am
ane
- 2]
amn

m
o
[
e
o
- |

Depth in millions of reads

Detected features

15000 16000 17000 18000 19000 20000 21000 22000

14000

Abundant biotype detection saturation

—u— global
—-= protein_coding

[ I I I I I I I I
5 10 15 20 25 30 35 40 45

Depth in millions of reads

I
50

55



